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Abstract: Human enteric viruses such as norovirus (NoV) and hepatitis A virus (HAV) are some of the
most important causes of foodborne infections worldwide. Usually, infection via fish consumption is
not a concern regarding these viruses, since fish are mainly consumed cooked. However, in the last
years, raw fish consumption has become increasingly common, especially involving the use of seabass
and gilthead seabream in dishes like sushi, sashimi, poke, and carpaccio. Therefore, the risk for viral
infection via the consumption of raw fish has also increased. In this study, a virologic screening was
performed in 323 fish specimens captured along the Portuguese coast using a tetraplex qPCR optimised
for two templates (plasmid and in vitro transcribed RNA) to detect and quantify NoV GI, NoV GII
and HAV genomes. A difference of approximately 1-log was found between the use of plasmid or
in vitro transcribed RNA for molecular-based quantifications, showing an underestimation of genome
copy-number equivalents using plasmid standard-based curves. Additionally, the presence of NoV
genomic RNA in a pool of seabass brains was identified, which was shown to cluster with a major group
of human norovirus sequences from genogroup I (GI.1) by phylogenetic analysis. None of the analysed
fish revealed the presence of NoV GII or HAV. This result corroborates the hypothesis that enteric viruses
circulate in seawater or that fish were contaminated during their transportation/handling, representing
a potential risk to humans through raw or undercooked fish consumption.
Keywords: pathogenic human viruses; fish; tetraplex qPCR assay; norovirus; hepatitis A
1. Introduction
Enteric viruses represent a major risk to human health, being responsible for numerous
outbreaks worldwide. The best characterised foodborne viral agents are human norovirus
(NoV) and hepatitis A virus (HAV), which cause the most significant part of foodborne-
associated illness globally. According to Centers for Disease Control and Prevention (CDC)
and the European Centre for Disease Prevention and Control (ECDC), NoV-associated
foodborne infections are one of the most frequently reported in the United States and Euro-
pean Union (EU), being, for instance, associated with 457 outbreaks, and, most importantly
with 11,125 cases of illness in 2019 (22.5% of total cases) only in the EU [1]. Moreover,
NoV and HAV have been estimated to impart high economic losses, mainly associated
with the measures taken to reduce their impact on population health [2,3]. It is expected
that foodborne infections cost between USD 55 and USD 93 billion per year in the United
States [4], while studies in the Netherlands reported economic losses associated with NoV
and HAV to be around EUR 90 million and EUR 2.9 million, respectively [5].
Domestic and restaurants settings are described as the most common places associated
with NoV/HAV outbreaks [1], and the majority of cases are attributed to food handling and
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poor hygiene practices [3]. While, some food matrices, such as fresh vegetables, fruit, and
shellfish, which are consumed mostly raw or undercooked, are more susceptible to virus
contamination than others, being more frequently associated with foodborne outbreaks,
any type of food, especially if consumed raw or undercooked, could be implicated in one
such outbreak since contaminated food items can be traded globally and used in a variety
of dishes [3].
Usually, since fish are mainly consumed cooked, their ingestion is not a concern
regarding a possible contamination with the most common foodborne-associated viruses.
However, in recent times raw fish consumption has become increasingly common, and the
use of gilthead seabream, Atlantic horse mackerel, and seabass in dishes like sushi, sashimi,
poke, and carpaccio has increased. Tthese eating habits create concerns regarding the safety
of consuming raw fish since some may be contaminated with several types of potentially
pathogenic microorganisms, including bacteria, viruses, and parasites [6–8]. Altogether,
pathogenic microorganisms are responsible for outbreaks of human disease that can either
have an environmental origin or result from cross-contamination of food items during
their handling [9]. In this context, it is of utmost importance to develop reliable, rapid, and
robust methodologies to detect pathogenic human viruses, such as NoV and HAV in food
matrices. Most methods currently used for virus detection in food are based on molecular
methods involving partial virus genome amplification by real-time (or quantitative) PCR
(qPCR). Although virus control is not mandatory, in Europe, an ISO technical standard
specification is available to quantify NoV and HAV genomes in foodstuffs (soft fruit, leaf,
stem, and bulb vegetables and bottled water) or on food surfaces [10]. However, this ISO
method is not validated for viral quantification in fish since different food matrices may
interfere with the viral elution efficiency, and organic and inorganic substances that can be
present may interfere with the target sequences detection by qPCR. Additionally, this ISO
recommends the analysis of one target virus at a time, which can be time consuming and
work intensive.
The existing literature suggests that in the assessment of a qPCR assay several factors
should be considered, namely, the effect of using different templates to generate standard
curves for the absolute quantification of RNA viruses, which can be made from either a
plasmid, a synthetic oligonucleotide, or an in vitro transcribed RNA [11]. The advantage
of using in vitro transcribed RNA as a template is that it implicates cDNA synthesis, and
the efficiency of the reverse transcription reaction can be considered [11,12]. On the other
hand, it involves in vitro RNA and cDNA synthesis steps, which are time consuming and
expensive [11,12]. Alternately, plasmids which are relatively cheap and easy to generate
can be used as a template, however, it does not account for the cDNA synthesis step, a
requirement for the amplification of a viral RNA transcript [11].
Therefore, in this study, we developed a tetraplex qPCR assay to detect and quantify
NoV GI, NoV GII, and HAV genomes, using mengovirus as an internal control. This method
was implemented either using plasmid or an in vitro transcribed RNA for standard curve
construction, which allowed for NoV and HAV genomic quantification to be evaluated by
comparing the two standards curve types in terms of efficiency, sensitivity, and detection
limit. These tetraplex qPCR assays were used to perform a virological screening in fish
captured and farmed along the Portuguese coast, focusing on four of the most economically
important species from the Atlantic coast. These included gilthead seabream (Sparus aurata)
and seabass (Dicentrarchus labrax), two of the most extensively wild-caught and farmed
species in aquaculture, as well as sardine (Sardina pilchardus) and Atlantic horse mackerel
(Trachurus trachurus), two of the most consumed fish species in Portugal.
2. Materials and Methods
2.1. Process Control Virus
A nonvirulent mutant strain of mengovirus (vMC0) was used as process control
since this virus is not naturally present in food matrices [2]. Moreover, mengovirus is a
member of the Picornaviridae family, sharing structural similarities with HAV. Therefore, it is
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normally used as a process control virus to detect HAV and NoV in food [13]. Mengovirus
was replicated in HeLa cells (ATTCC, CCL-2) by the Analytical Services Unit of iBET (iBET,
Oeiras, Portugal) as described by Costafreda et al. (2006) [13]. Total RNA was extracted with
the QIAamp Viral RNA Mini Kit (Qiagen, Hilden, Germany) and quantified by measuring
the absorbance at 260/280 nm with a NanoDrop ND-1000 spectrophotometer. According
to the manufacturer’s instructions, RNA was converted to cDNA in a final volume of
20 µL with the NZY First-Strand cDNA Synthesis Kit (NZYTech, Lisbon, Portugal). This
kit included a combination of random hexamers and oligo(dT)18 primers to increase the
sensitivity of the reverse transcription reaction. Partial vMC0 genomic amplification was
performed by qPCR (see Section 2.5). Based on this approach, the production stock of
vMC0 had titres of approximately 109 genome copies/µL.
To determine the optimal input for the control process virus, different amounts of
mengovirus were used to spike one soft and internal tissue (liver) and one hard and
external tissue (gills) to assess the limit of viral genome detection.
Additionally, before total RNA extraction, all the samples were spiked with 25 µL
of mengovirus suspension to indirectly estimate losses of the target viruses, which can
occur at several stages during processing. The recovery rate of mengovirus was calculated
using the following formula: % recovery control virus = (amount of control virus after
extraction/initial amount of control virus in the samples) × 100.
2.2. Sample Processing and Total RNA Extraction
A total of 323 fishes were analysed (post-mortem) in this study. These were either
(i) wild specimens caught along the coast of Peniche, Figueira da Foz and Algarve, (ii) avail-
able at supermarkets, (iii) discarded from fish markets, or (iv) farmed in the Algarve and
Setúbal region (Figure 1, Table 1). All the analysed specimens were divided into a total of
50 pools according to their source, species, and tissue type. Each pool was organised ac-
cording to fish size, including five specimens of the bigger (gilthead seabream and seabass),
and 10 specimens of the smaller (sardine and Atlantic horse mackerel) fish, respectively.
The fish acquired from supermarkets and discarded from fish markets were combined only
in one pool each due to the fewer specimen numbers. From each fish, eight tissue samples
were selected, taking into consideration the tissues frequently involved in viral contami-
nation/infection and included (i) eyes, (ii) brain, (iii) gills, (iv) skin, (v) muscle, (vi) liver,
(vii) spleen, and (viii) kidney. In total 400 pools (50 pools × 8 organs) were created.
Approximately 2.0 g of fish tissue was chopped using a sterile razor blade and ho-
mogenised in 10 mL of TNE buffer (50 mM Tris-HCl, 100 mM NaCl, 0.1 mM EDTA, pH 7.6)
using a Precellys Evolution Homogenizer (Bertin Instruments, Montigny-le-Bretonneux,
France). The homogenates were centrifuged 10 min at 2000 rpm at 4 ◦C to remove partic-
ulate debris, and the supernatant used for total RNA extraction, carried out from 250 µL
of clarified supernatant, using NZYol (NZYTech, Lisbon, Portugal), as described by the
supplier. RNA was dissolved in 30 µL of DEPC-water, and the concentration and purity
of the obtained RNA extracts determined using a NanoDrop 1000 spectrophotometer.
RNA extracts were stored at −80 ◦C until further use. For qPCR reactions, the RNA was
converted to cDNA as described in Section 2.1.
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Figure 1. Population density on the Portuguese coast and localisation of the studied fish sampling 
regions (adapted from https://www.portugal.gov.pt/pt/gc21/governo/programa/programa-
nacional-para-a-coesao-territorial-/ficheiros-coesaoterritorial/programa-nacional-para-a-coesao-
territorial-o-interior-em-numeros-territorio-pdf.aspx (accessed on 13 February 2021)); * indicates 
aquaculture sampling sites. 
Approximately 2.0 g of fish tissue was chopped using a sterile razor blade and 
homogenised in 10 mL of TNE buffer (50 mM Tris-HCl, 100 mM NaCl, 0.1 mM EDTA, pH 
7.6) using a Precellys Evolution Homogenizer (Bertin Instruments, Montigny-le-
Bretonneux, France). The homogenates were centrifuged 10 min at 2000 rpm at 4 °C to 
remove particulate debris, and the supernatant used for total RNA extraction, carried out 
from 250 μL of clarified supernatant, using NZYol (NZYTech, Lisbon, Portugal), as 
described by the supplier. RNA was dissolved in 30 μL of DEPC-water, and the 
concentration and purity of the obtained RNA extracts determined using a NanoDrop 
1000 spectrophotometer. RNA extracts were stored at −80 °C until further use. For qPCR 
reactions, the RNA was converted to cDNA as described in Section 2.1. 
Table 1. Fish samples used in this study, their source, and fishery type. 
Species Source Fishery Type Nº of Specimens Nº of Pools 
Trachurus trachurus (Atlantic horse mackerel) Figueira da Foz fish market Wild fisheries 30 3 
Trachurus trachurus (Atlantic horse mackerel) Peniche fish market Wild fisheries 20 2 
Trachurus trachurus (Atlantic horse mackerel) Algarve fish market Wild fisheries 30 3 
Trachurus trachurus (Atlantic horse mackerel) Supermarket Wild fisheries 10 1 
Trachurus trachurus (Atlantic horse mackerel) Discarded from fish markets Wild fisheries 6 1 
Sardina pilchardus (sardine) Algarve fish market Wild fisheries 30 3 
Sardina pilchardus (sardine) Sagres fish market Wild fisheries 30 3 
Sparus aurata (gilthead seabream) Algarve fish market Wild fisheries 15 3 
Sparus aurata (gilthead seabream) Algarve fish market Aquaculture 15 3 
Sparus aurata (gilthead seabream) Setúbal fish market Aquaculture 15 3 
Sparus aurata (gilthead seabream) Peniche fish market Wild fisheries 15 3 
Figure 1. Population density on the Portuguese coast and localisation of the studied fish sampling
regions (ad pted from https://ww .portugal.gov pt/pt/gc21/governo/programa/progra a-
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territorial-o-interior-e -nu eros-territorio-pdf.aspx (accessed on 13 February 2021)); * indicates
aquaculture sampling sites.
Table 1. Fish samples used in this study, their source, and fishery type.





Trachurus trachurus (Atlantic horse mackerel) Figueira da Foz fish market Wild fisheries 30 3
Trachurus trachurus (Atlantic horse mackerel) Peniche fish market Wild fisheries 20 2
Trachurus trachurus (Atlantic horse mackerel) Algarve fish market Wild fisheries 30 3
Trachurus trachurus (Atlantic horse mackerel) Supermarket Wild fisheries 10 1
Trachurus trachurus (Atlantic horse mackerel) Discarded from fish markets Wild fisheries 6 1
Sardina pilchardus (sardine) Alga ve fish market Wil fisheries 30 3
Sardina pilchardus (sardine) Sagres fish market Wild fisheries 30 3
Sparus aurata (gilthead seabream) Algarve fish market Wild fisheries 15 3
Sparus aurata (gilthead seabream) Algarve fish market Aquaculture 15 3
Sparus aurata (gilthead seabream) Setúbal fish market Aquaculture 15 3
Sparus aurata (gilthead seabream) Peniche fish market Wild fisheries 15 3
Sparus aurata (gilthead seabream) Supermarket Aquaculture 7 1
Sparus aurata (gilthead seabream) Discarded from fish markets Wild fisheries 5 1
Sparus aurata (gilthead seabream) Discarded from fish markets Aquaculture 5 1
Dicentrarchus labrax (seabass) Algarve fish market Aquaculture 15 3
Dicentrarch labrax (seabass) Setúbal fish arket Aquaculture 5 3
Dicentrarchus labrax (seabass) Peniche fish market Wild fisheries 15 3
Dicentrarchus labrax (seabass) Figueira da Foz fish market Wild fisheries 15 3
Dicentrarchus labrax (seabass) Supermarket Aquaculture 7 1
Dicentrarchus labrax (seabass) Discarded from fish markets Aquaculture 4 1
Merluccius merluccius (European hake) Discarded from fi arkets fisheries 6 1
Mullus surmuletus (mullet) Discarded from fish arkets Wild fisheries 5 1
Mugil cephalus (rooster) Discarded from fish markets Wild fisheries 2 1
Chelidonichthys lucerna (redfish) Discarded from fish markets Wild fisheries 3 1
Mugil cephalus (flathead grey mullet) Discarded from fish markets Wild fisheries 3 1
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2.3. Taqman Probes and Primers
For each target, a distinct set of primers/probes (Table 2) was used. Some sets had
been previously published in the literature, while others were designed during this study.
For that, reference sequences for each viral targeted gene were retrieved from GenBank,
and multiple sequence alignments were created using Mafft 7 [14]. Primers and probes
were designed using Multiple Primer Analyser (Thermo Fisher Scientific, Waltham, MA,
USA) and PrimerBlast [15].
Table 2. Nucleotide sequences of primers and probes used in this study.
Target Primers/Probes (5′-3′) Reference Reference Sequence
Fw_Mengo (vMC0) GCGGGTCCTGCCGAAAGT
[16] L22089Rv_Mengo (vMC0) GAAGTAACATATAGACAGACGCACAC
P_Mengo (vMC0) ATCACATTACTGGCCGAAGC
Fw_NoV GI CCATGTTCCGBTGGATGC a [17]
M87661Rv_NoV GI CCTTAGACGCCATCATCATTTAC [18]
P_NoV GI AGATRGCGATCTCCTGTCCACA a [18]
Fw_NoV GII ATGTTYAGRTGGATGAGATTCTC a [17]
AF145896Rv_NoV GII TCGACGCCATCTTCATTCACA [18]
P_NoV GII TGGGAGGGCGATCGCAATCT [18]
Fw_HAV TCACCGCCGTTTGCCTAG [13]
M14707Rv_HAV GGAGAGCCCTGGAAGAAAG [13]
P_HAV GATTCCTGCAGGTTCAGGGTTCT This study
NoV GI_nFw1 CGYTGGATGCGNTTYCATGA a [18]
M87661NoV GI_nRv1/2 CCAACCCARCCATTRTACA a [19]
NoV GI_nFw2 CTGCCCGAATTYGTAAATGA a [19]
NoV GII_nFw1 CARGARBCNATGTTYAGRTGGATGAG a [18] AF145896
NoV GII_nRv1/2 CCRCCNGCATRHCCRTTRTACAT a [19] X86557






a Mixed bases in the primers: B = C/G/T, R = A/G, Y = C/T, N = A/T/C/G, H = A/C/T, W = A/T, I = inosine.
2.4. qPCR Standard Curve Construction
For the construction of the standard curves based on plasmid DNA reference templates,
three recombinant plasmids were artificially synthesised (NZYtech, Lisbon, Portugal) har-
bouring partial sequences of the junction of open reading frames 1 and 2 (ORF1/ORF2)
of NoV GI and GII, and the 5′ noncoding region (5′NCR) of HAV. These same plasmids
served as a starting point to obtain PCR products from which the in vitro transcribed
RNA of each targeted genomic region was subsequently synthesised. Amplicons cor-
responding to sections of recombinant plasmid DNA were amplified by conventional
PCR, and the success of the amplification process was confirmed by their visualisation on
2% agarose gels, followed by their purification with NZYGelpure kit (NZYTech, Lisbon,
Portugal). The primers used to obtain these PCR fragments were chosen to include a T7
RNA polymerase-specific promoter upstream of the viral coding sequence. The fragments
were then used as a template for in vitro transcription with the NZY T7 High Yield RNA
Synthesis kit (NZYTech, Lisbon, Portugal). The obtained RNA was purified with NZY RNA
isolation kit (NZYtech, Lisbon, Portugal) and treated with DNase I solution to prevent
DNA contamination. RNA concentrations and purity were estimated using a NanoDrop
1000 spectrophotometer. Total RNA was converted to cDNA as previously described and
used to construct the quantification standard curves.
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Standard curves were constructed (one for each template) using 10-fold serial dilutions
ranging from 107 to 10 genome equivalents. Each target was either tested individually or
as a mixture.
2.5. Single and Multiplex qPCR Assay
Single and multiplex qPCR reactions for detecting NoV GI, NoV GII, HAV, and men-
govirus were carried out in a total volume of 20 µL using SensiFAST™ Probe No-ROX
amplification mix (Bioline, Memphis, TN, USA). The concentrations of Nov GI, NoV GII,
HAV, and mengovirus forward/reverse primers and probes (Table 3), as well as qPCR
temperature profile for single and multiplex qPCR assays (5 min at 95 ◦C as hot-start, and
40 cycles of 15 s at 95 ◦C for denaturation, 1 min at 60 ◦C for annealing, and 1 min at 65 ◦C
for extension), were established based on the study of Fuentes et al. (2014) [2]. Negative
controls containing nuclease-free water were included in each run to rule out the possi-
bility of false-positive amplification results due to cross-contamination. Thermal cycling,
fluorescent data collection, and data analyses were performed in a LightCycler 96 real-time
PCR System (Roche, Basel, Switzerland), according to the manufacturer’s instructions.













Reverse primer 900 nM 500 nM 400 nM * 400 nM 900 nM
Forward primer 500 nM 100 nM 100 nM 100 nM 500 nM
Probe 250 nM 250 nM 100 nM 250 nM 250 nM
* in cDNA template the concentration of reverse primer is 500 nM.
2.6. Analytical Specificity and Detection Limit Evaluation for the Single and Multiplex qPCR Assays
All single and multiplex assays for the detection of NoV GI, NoV GII, HAV, and
mengovirus genomes were tested for cross-reactivity with other viruses available including,
adenovirus type 5 (HAdV-5; family Adenoviridae), infectious pancreatic necrosis virus (IPNV;
family Birnaviridae), infectious hematopoietic necrosis virus (IHNV; family Rhabdoviridae),
viral haemorrhagic septicaemia virus (VHSV; family Rhabdoviridae), viral nervous necrosis
virus (VNNV; family Nodaviridae) and Hepatitis E virus (HEV; family Hepeviridae).
For evaluating the sensitivity of each assay, viral sequences were detected in serial
dilutions of plasmid or cDNA prepared as mentioned in Section 2.4. The qPCR assay amplifi-
cations were carried out either using each plasmid/cDNA dilution or a mixture of all.
Evaluation of the Analytical Specificity and Detection Limit of the qPCR Assays with
Previously Positive Samples
Using the two types of standard curves (plasmid and in vitro transcribed RNA) for
viral quantification, positive wastewater samples previously shown to contain NoV GI, NoV
GII, and HAV genomes (our work—not published), were used to validate the qPCR assays
developed. The quantification of genome equivalents was carried out by qPCR using either
plasmid or in vitro transcribed RNA standard-based curves. RNA was extracted from
these samples with QIAamp Viral RNA Mini Kit (Qiagen, Hilden, Germany) according
to the manufacturer’s instructions, using 140 µL of each sample and an elution volume of
80 µL (double elution 2 × 40 µL). RNA concentration and purity were estimated using a
NanoDrop 1000 spectrophotometer. RNA was converted to cDNA as previously described
in Section 2.1.
2.7. Nested PCR Assays for NoV GI, NoV GII, and HAV Detection
Three nested-PCR (nPCR) protocols targeting NoV GI, NoV GII, and HAV genomes
were developed to further characterise by phylogenetic analysis the positive samples previ-
ously obtained by the qPCR protocols. All nPCR assays were optimised using synthetic
templates purchase from American Type Culture Collection (ATCC, Manassas, Virginia,
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USA), including Quantitative Synthetic Norovirus G1 (I) RNA ATCC® VR-3234SD™, Quan-
titative Synthetic Norovirus G2 (II) RNA ATCC® VR3235SD™, and Quantitative Synthetic
Hepatitis A virus DNA VR-3257SD™. NoV GI and HAV detection was carried out in a
total volume of 25 µL using NZYTaq II 2× Green Master mix (Nzytech, Lisbon, Portugal).
For NoV GI, each 25 µL reaction volume included 0.4 µM of each primer (Table 2) and 5 µL
of cDNA template. The cycling conditions were 94 ◦C for 3 min, followed by 35 cycles of
amplification with an initial denaturation at 94 ◦C for 1 min, primer annealing at 45 ◦C
for 1 min, and primer extension at 72 ◦C for 1 min, followed by a final 10 min extension
step a 72 ◦C. The product of the first reaction was used as a template in the second round
of the nPCR reaction, which was performed at 94 ◦C for 3 min, followed by 30 cycles of
amplification with an initial denaturation at 94 ◦C for 1 min, primer annealing at 45 ◦C
for 1 min, and primer extension at 72 ◦C for 1 min. These steps were followed by a final
10 min extension step at 72 ◦C. For HAV detection, each 25 µL of reaction included 10 µM
of each primer (Table 2) and 5 µL of cDNA template using previously described cycling
conditions [20].
For NoV GII detection, the NZYTaq II 2× Green Master mix was not efficient, being
used the Platinum™ SuperFi II Green PCR Master Mix (Invitrogen ™, Thermo Fisher
Scientific, Waltham, MA, USA) in a total volume of 20 µL. The thermal cycling conditions
for PCR and nPCR included 1 cycle at 98 ◦C for 30 s, followed by 35 cycles at 98 ◦C for 10 s,
60 ◦C for 10 s and 72 ◦C for 30 s, and a 10 min final extension step at 72 ◦C.
All amplification steps were performed on a Doppio VWR thermocycler (VWR,
Monroeville, PA, USA), and their success was confirmed by amplicon visualisation on
1.5% agarose gels. Additionally, non-template (negative) controls were used in each run.
PCR products were sequenced in both directions using Sanger’s method (Eurofins Ge-
nomics, Ebersberg, Germany with nPCR primers. The search of homologs in the public
genetic databases was carried out with the NCBI Basic Local Alignment Search Tool
(https://blast.ncbi.nlm.nih.gov/Blast.cgi (accessed on 31 March 2021)).
2.8. Dataset Compilation and Phylogenetic Analysis
Nucleotide (nt) sequences used for the preparation of the different sequence datasets
were selected among those deposited in the GenBank database, on the proviso that they
would be representative of (i) each of the previously described species with (ii) a signif-
icant sequence overlap with the sequences obtained during this study to maximise the
number of unambiguously aligned nt positions in each sequence alignment. For phylo-
genetic analysis, multiple alignments of nt sequences were constructed with the iterative
G-INS-I method as implemented in MAFFT vs. 7 [14], followed by their edition using
GBlocks [21]. Phylogenetic trees were constructed using the maximum likelihood (ML)
optimisation criterium and the best fitting evolutionary model (GTR+Γ+I; GTR—General
Time Reversal, Γ—Gamma distribution, I—proportion of invariant sites), as suggested
W-IQ-TREE [22]. Phylogenetic reconstructions were carried out using IQ-TREE version
2.1.2 for MacOSX [22], and the stability of the obtained ML tree topologies assessed by
bootstrapping with 1000 re-samplings of the original sequence data.
3. Results
3.1. Multiplex qPCR Implementation
3.1.1. qPCR Efficiency, Analytical Specificity, and Sensitivity
The generation of a standard curve for qPCR quantification of RNA viruses can be
constructed based on the use of serial dilutions of several possible templates, including a
viral genome, a structurally equivalent template prepared from in vitro transcribed RNA,
or a plasmid harbouring the targeted sequence in the form of dsDNA. In an ideal situation,
standard curves for qPCR analysis should be constructed using serial dilutions of cDNA
prepared from RNA extracted from a viral suspension. However, since logistic limitations
deter virus isolation/propagation in our laboratory, plasmids and in vitro transcribed
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RNA molecules prepared from a synthetic template were chosen as the starting model for
standard-curve construction.
The standard curve for single and multiplex qPCR reactions for detecting NoV GI, NoV
GII, HAV, and mengovirus genomes was validated by the parameters listed in Table 4 and
Supplemental Tables S1–S4. Overall, both qPCR reactions (single and multiplex) presented
a good determination coefficient (squared), ranging between 0.985 and 1. Moreover, their
efficiencies, calculated from the slope of the obtained standard curves (see the legend to
Figure 2), varied between 88% and 111%. Detection limits for NoV GII and HAV were
10 genome copies, calculated when a plasmid template was used for the standard curve
construction in the single and multiplex qPCR assay. On the other hand, the NoV GI
genome detection limit in the multiplex format was approximately 1-log higher (100 copies
per reaction) than in the single format (Figure 2). Regarding the standard curves obtained
with the in vitro transcribed RNA, the detection limits for NoV GI and NoV GII genomes
were similar in single and multiplex assays, with sensitivities of 103 and 10 genome copies,
respectively. For HAV, the detection limit was 102 genome copies in the single reaction,
increasing 1-log in the multiplex format (Figure 2).
Table 4. Real-time PCR efficiencies and determination coefficients of the optimised standard curves using plasmid and
in vitro transcribed RNA as templates.
Plasmid In Vitro Transcribed RNA

















Nov GI 89.3 0.999 94.4 0.999 90.8 0.999 106.9 0.995
NoV GII 100.8 1 98.0 0.999 97.0 0.999 111.6 0.985
HAV 97.6 0.999 105.5 0.999 88.0 0.997 108.8 0.999
Mengovirus 97.1 0.996 97.6 0.999 97.1 0.996 96.3 0.999
Overall, the singleplex/multiplex qPCR assays described presented specificity, as
unspecific amplifications were not detected with the templates described in Section 2.6.
3.1.2. Quantification of the Wastewater Samples Positive for NoV GI, NoV GII, and HAV
Genomes Using a Plasmid and an In Vitro Transcribed RNA Standard-Based Curve
The wastewater samples positive for NoV GI, NoV GII, and HAV genomes used to
validate the qPCR assays developed during this study gave similar Cq (cycle quantification)
values between samples using the plasmid and the in vitro transcribed RNA standard-
based curve (Table 5). In terms of sample quantification, a difference of approximately 1-log
was found between the plasmid and the in vitro transcribed RNA-based quantification,
showing an underestimation using the plasmid standard-based curve (Figures 2 and 3).
Table 5. Real-time PCR quantifications for positive samples to NoV GI, NoV GII and HAV genomes
using the plasmid and in vitro transcribed RNA standard-based curve.
Plasmid In Vitro Transcribed RNA
Viruses Cq Mean GenomeCopies/rxn Cq Mean
Genome
Copies/rxn
Nov GI 34.94 8.60 × 102 34.43 2.80 × 104
NoV GII 31.52 9.82 × 102 31.63 1.06 × 104
HAV 33.76 7.30 × 101 33.07 9.18 × 102
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3.2. Quantification of Mengovirus in Artificially Spiked Samples
Mengovirus detection and quantification in samples spiked with 25 µL of a men-
govirus suspension initially titered at 109 genome copies/µL, gave similar multiplex qPCR
quantification results (Table 6) regardless of the method used for the construction of a
calibration curve (plasmid or cDNA prepared from in vitro transcribed RNA).
Table 6. Mengovirus genome sequences quantifications and recovery rates in artificially inoculated
samples (n = 3) using the optimised qPCR assays.









Cq Mean RecoveryRates (%)
liver
1.12 × 106 29.23 11.18 1.29 × 106 28.92 12.90
1.58 × 105 32.86 15.78 9.66 × 105 32.91 9.66
2.95 × 104 35.53 29.46 1.56 × 104 35.91 15.63
gills
2.10 × 106 27.58 21.00 2.74 × 106 27.12 27.37
1.34 × 105 29.51 13.37 1.42 × 105 29.67 14.21
3.22 × 104 32.22 32.20 2.24 × 104 32.23 22.40
3.3. Quantification and Characterisation of Human Pathogenic Viruses in Fish
The analysis of the 323 fish specimens using plasmid as a standard curve for NoV and
HAV detection and quantification, revealed one pool where the presence of 1.55 × 103 genome
copies (Cq = 32.56) of NoV GI genome was disclosed, corresponding to a pool of seabass
brain tissue from specimens obtained from Peniche fish market (on the Central Atlantic
coast). Similarly, using in vitro transcribed RNA as a standard curve, this sample was
also positive with a Cq value of 32.89 corresponding to 4.64 × 104 genome copies of
NoV GI. None of the 323 fish specimens analysed revealed the presence of NoV GII or
HAV genomes.
The positive sample for NoV GI obtained by qPCR was further confirmed by con-
ventional nPCR and characterised by Sanger sequencing of the open reading frame 1
(ORF1)-ORF2 junction region, the most conserved region of the norovirus genome [18]. The
norovirus sequence detected in this study showed between 91 and 98% sequence similarity
with the sequences described by the accession numbers KF039737 and KT732279 isolated
in the USA and China, correspondingly. Moreover, the phylogenetic analysis revealed
that the norovirus nucleotide sequence detected in the brain of seabass was allocated in
genogroup I, genotype 1 (accession number LC627095) (Figure 4).
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are displayed by *.
4. Discussion
NoV and HAV are the leading cause of foodborne viral infections, being responsible for
considerable economic and health burdens globally. Moreover, of all the viruses associated
with foodborne infections, NoV and HAV are the most important viral pathogens regarding
the severity of the associated illnesses and their common occurrence worldwide [23]. They
are transmitted as a result of consumption of not only contaminated food and water but
also through direct contact with infected individuals and environmental surfaces exposed
to these viruses. In this context, reliable and affordable methodologies for the detection
of these viruses are of utmost importance since one of the most efficient ways to prevent
and control foodborne infections relies on the implementation of surveillance systems that
use rapid, sensitive, and robust diagnostic methods, allowing the prompt identification
of pathogens.
In the present study, a virologic screening of the two above-mentioned enteric viruses
targeted mainly four fish species highly consumed in Europe and caught/farmed along
the Portuguese coast. For that purpose, we used a multiplex qPCR assay designed for the
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detection/quantification of NoV and HAV genomes, considering two different approaches
as standard curves: an external in vitro synthesised RNA and a plasmid. Furthermore, this
assay also included a control virus since losses of the targeted viral genomes can occur at
several stages during sample preparation and nucleic acid extraction [24,25]. All samples
were spiked with a defined amount of a reference virus (mengovirus vMC0) prior to nucleic
acid extraction to account for these losses. The control virus used is not expected to occur
naturally in the foodstuffs under test, and the efficiency of extraction should be superior
to 1% [24,25]. Therefore, we used as control a nonvirulent strain of vMC0, titered at 109
genome copies/µL, and in all the performed extractions, its recovery rate was consistently
above 10%.
Multiplex qPCR-based methods have been designed to detect and quantify several
targets in a single reaction. However, they tend to display lower detection sensitivity when
compared to standard singleplex qPCR [2]. These losses in sensitivity tend to correlate
with the number of targets included in a qPCR reaction and the number of copies of each
target [2]. However, despite this decrease of sensitivity, which in the present study was
within the range of other described multiplex assays [2,26], multiplex qPCR assay does
provide considerable savings in cost, reagents, and time. The critical balance between loss
of sensitivity and cost/time reductions should be considered [2], since the use of tetraplex
protocols can be useful as a routine protocol not only for food monitoring, but also for viral
screenings as the one performed in this study.
The standard curve in an absolute qPCR assay is generated by amplifying serial
dilutions of a standard DNA, which can be a plasmid, a PCR amplicon, a synthesised
oligonucleotide, a genomic DNA, or a cDNA. Among the various types of the standard
template, using a plasmid is one of the most common options due to its high stability
and preparation reproducibility. However, plasmids could adopt several conformational
structures, namely a supercoiled form, which can suppress qPCR assay compared to other
templates [27,28]. In this study, we observed that the multiplex qPCR with the in vitro
transcribed RNA-based standard curve presented a higher sensitivity in approximately
one logarithmic unit than the qPCR using the plasmid-based standard curve. This dif-
ference could be due to the lower efficiency of amplification using circular plasmid as
a template, especially in the early stage of PCR when it is the dominant template, as
previously mentioned [27]. On the other hand, in vitro transcribed RNA-based standard
curves may present some limitations since RNA stability could be a source of variabil-
ity in the final analysis. In fact, in vitro transcription of the amplicon of interest and the
reverse-transcription has a great impact in the absolute quantification, being affected by
many factors (e.g., enzymes, inhibitors such salts or phenol, and temperature of primer
hybridisation and cDNA synthesis, or even the possible formation of secondary structures
in RNA molecules), that may impact the results of a qPCR assay [12,29]. Additionally, the
preparation of artificial RNA standards could be a work-intensive process since it involves
the construction of plasmids with the amplicon of interest that must be in vitro transcribed
into RNA, accurately quantified, and converted to cDNA via reverse transcription. Despite
all this, RNA standards may help generate more accurate copy number data since they are
a better approximation of the RNA viruses present in biological samples [12,27].
Interestingly, in this study, NoV GI genomic RNA was detected in one out of a total of
400 pools (50 pools of fish × 8 organs). Although seafood contamination by these viruses
is well described [30–35], this result was unexpected, since to our knowledge, this is the
first report of norovirus genome in the brain of a seabass. There have been a few reports
of acute encephalitis/encephalopathy in humans associated with NoV infection [36,37],
which could explain the presence of this virus in this tissue. Furthermore, NoV replication
has been reported in several animals such as chimpanzees, gnotobiotic pigs, calves [38],
and more recently in zebrafish, where NoV GI and GII replication was observed without
visible signs of disease [39]. Although we could not discard contamination during sample
processing and preparation, this seems unlikely since no other tissue from these fish was
positive for the NoV GI genome.
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As expected, the phylogenetic analysis of the norovirus sequence detected in this
study revealed that it clustered with a major group containing norovirus sequences from
genogroup I, in particular GI.1 (Figure 4), since it is well known that the most common
norovirus genogroups detected in patients worldwide are genogroups, GI and GII, being
each of them further subdivided into genotypes (9 GI, 27 GII) [40].
The detection of NoV genomes in fish samples can indicate that the water where
the analysed fish swam was contaminated with human faeces, probably due to sewage
pollution. Despite the fact that the most common categories linked to outbreaks of NoV and
HAV are fresh vegetables, fruit, and shellfish since they are consumed raw or undercooked,
any type of food could be implicated in an outbreak [3]. Information about outbreaks
associated with these enteric viruses in fish is scarce since identifying the food vehicles in
an outbreak is not always possible [41]. Nonetheless, in 2019, fish and fishery products
were implicated in 193 outbreaks in the EU, being 145 of those caused by noroviruses and
other caliciviruses [1]. Additionally, CDC compiles searchable lists of norovirus outbreaks
that can be retrieved from the National Outbreak Reporting System (NORS; https://
wwwn.cdc.gov/norsdashboard/ (accessed on 2 April 2021)). In this system regarding the
years between 2007 and 2018, norovirus outbreak data showed that fish as a vehicle of
transmission of NoV infection, without accounting for person-to-person transmission, were
responsible for 15 outbreaks with 180 infected people and four hospitalisations. Moreover,
fish contamination could be due to the presence of enteric viruses in the surrounding
water. In fact, waterborne infections due to noroviruses were responsible for 55 outbreaks,
3330 illnesses and 33 hospitalisations (NORS; https://wwwn.cdc.gov/norsdashboard/
(accessed on 16 May 2021)) between 2007 and 2018 in the United States, whereas in the EU,
in 2019, were responsible for 11 outbreaks and 26 hospitalisations [1].
In conclusion, we developed a multiplex qPCR method to identify and quantify
NoV and HAV genomes based on two different standard-curve construction approaches.
Our data suggest that the one based on in vitro transcribed RNA is a better solution
for RNA virus quantification in biological samples. Furthermore, detectingthe human
pathogenic NoV GI genome in fish brains supports the hypothesis that these viruses
circulate in seawater. On the other hand, while foodborne infection control might be very
straightforward by simply cooking the food before consumption, raw or undercooked
fish consumption as a common trend makes this control very difficult. Thereby, the
monitorisation of these pathogens to properly assess human health risks associated with
raw or undercooked fish consumption could be of utmost importance since NoV and HAV
are characterised by a high rate of transmission, which makes them even more challenging
to control.
Supplementary Materials: The following are available online at https://www.mdpi.com/article/10
.3390/microorganisms9061149/s1, Table S1: Intra-assay variance (repeatability test) using plasmid as
standard curve for viral quantification: (a) singleplex, (b) multiplex, Table S2: Inter-assay variance (re-
producibility test) using plasmid as standard curve for viral quantification: (a) singleplex, (b) multiplex,
Table S3: Intra-assay variance (repeatability test) using in vitro transcribed RNA as standard curve for
viral quantification: (a) singleplex, (b) multiplex, Table S4: Inter-assay variance (reproducibility test)
using in vitro transcribed RNA as standard curve for viral quantification: (a) singleplex, (b) multiplex.
Author Contributions: Conceptualisation, A.F.-S., M.N., R.P. and M.T.B.C.; methodology, A.F.-S.,
M.N. and R.P.; validation, A.F.-S. and M.N.; formal analysis, A.F.-S. and M.N.; investigation, A.F.-S.
and M.N.; writing—original draft preparation, A.F.-S.; writing—review and editing, A.F.-S., M.N., R.P.
and M.T.B.C.; supervision, M.T.B.C. and M.N.; project administration, M.T.B.C. and M.N.; funding
acquisition, M.T.B.C. All authors have read and agreed to the published version of the manuscript.
Funding: Funding from MultiBiorefinery project (POCI-01–0145-FEDER-016403, INTERFACE Pro-
gram, through the Innovation, Technology and Circular Economy Fund (FITEC) (CIT/2018/15) and
FCT for Andreia Silva fellowship (PD/BD/128363/2017) are gratefully acknowledged.
Institutional Review Board Statement: Ethical review and approval were waived for this study
since all the animals used were purchased in supermarkets or fisheries post-mortem.
Microorganisms 2021, 9, 1149 14 of 15
Informed Consent Statement: Not applicable.
Acknowledgments: The authors would like to acknowledge the iNOVA4Health—UID/Multi/04462/
2013 program.
Conflicts of Interest: The authors declare no conflict of interest.
References
1. ECDC and EFSA (European Food Safety Authority and European Centre for Disease Prevention and Control). The European
Union One Health 2019 Zoonoses Report. EFSA J. 2021, 19, 6406. [CrossRef]
2. Fuentes, C.; Guix, S.; Pérez-Rodriguez, F.J.; Fuster, N.; Carol, M.; Pintó, R.M.; Bosch, A. Standardized multiplex one-step qRT-PCR
for hepatitis A virus, norovirus GI and GII quantification in bivalve mollusks and water. Food Microbiol. 2014, 40, 55–63. [CrossRef]
3. Bosch, A.; Gkogka, E.; Le Guyader, F.S.; Loisy-Hamon, F.; Lee, A.; van Lieshout, L.; Marthi, B.; Myrmel, M.; Sansom, A.;
Schultz, A.C.; et al. Foodborne viruses: Detection, risk assessment, and control options in food processing. Int. J. Food Microbiol.
2018, 285, 110–128. [CrossRef] [PubMed]
4. Scharff, R.L. State Estimates for the Annual Cost of Foodborne Illness. J. Food Prot. 2015, 78, 1064–1071. [CrossRef] [PubMed]
5. Mangen, M.J.; Friesema, I.H.M.; Pijnacker, R.; Mughini, L.; van Pelt, W. Disease Burden of Food-Related Pathogens in the Netherlands;
RIVM Lett. Rep. 2018-0037 2018; National Institute for Public Health and the Environment: Bilthoven, The Netherlands, 2017.
[CrossRef]
6. Rimmer, A.E.; Becker, J.A.; Tweedie, A.; Lintermans, M.; Landos, M.; Stephens, F.; Whittington, R.J. Detection of dwarf gourami
iridovirus (Infectious spleen and kidney necrosis virus) in populations of ornamental fish prior to and after importation into
Australia, with the first evidence of infection in domestically farmed Platy (Xiphophorus maculatus). Prev. Vet. Med. 2015, 122,
181–194. [CrossRef] [PubMed]
7. Gauthier, D.T. Bacterial zoonoses of fishes: A review and appraisal of evidence for linkages between fish and human infections.
Vet. J. 2015, 203, 27–35. [CrossRef] [PubMed]
8. Costa, G.; MacKenzie, K.; Oliva, M.E. A Review of the Parasites Infecting Fishes of the Genus Trachurus (Pisces: Carangidae).
Rev. Fish. Sci. Aquac. 2017, 25, 297–315. [CrossRef]
9. Chintagari, S.; Hazard, N.; Edwards, G.; Jadeja, R.; Janes, M. Risks Associated with Fish and Seafood. Preharvest Food Saf. 2017,
123–142. [CrossRef]
10. ISO 15216-1:2017. Microbiology of the Food Chain—Horizontal Method for Determination of Hepatitis A Virus and Norovirus Using
Real-Time RT-PCR—Part 1: Method for Quantification; European Committee for Standardization: Geneva, Switzerland, 2017.
11. Bowers, R.M.; Dhar, A.K. Effect of template on generating a standard curve for absolute quantification of an RNA virus by
real-time reverse transcriptase-polymerase chain reaction. Mol. Cell. Probes 2011, 25, 60–64. [CrossRef]
12. Terlizzi, M.E.; Bergallo, M.; Astegiano, S.; Sidoti, F.; Gambarino, S.; Solidoro, P.; Costa, C.; Cavallo, R. Improvement of HRV
quantification using cRNA-based standards for real time RT-PCR. Mol. Biotechnol. 2011, 48, 15–18. [CrossRef]
13. Costafreda, M.I.; Bosch, A.; Pintó, R.M. Development, evaluation, and standardization of a real-time TaqMan reverse transcription-
PCR assay for quantification of hepatitis A virus in clinical and shellfish samples. Appl. Environ. Microbiol. 2006, 72, 3846–3855.
[CrossRef]
14. Katoh, K.; Standley, D.M. MAFFT Multiple Sequence Alignment Software Version 7: Improvements in Performance and Usability
Article Fast Track. Mol. Biol. Evol. 2013, 30, 772–780. [CrossRef]
15. Ye, J.; Coulouris, G.; Zaretskaya, I.; Cutcutache, I.; Rozen, S.; Madden, T.L. Primer-BLAST: A tool to design target-specific primers
for polymerase chain reaction. BMC Bioinform. 2012. [CrossRef]
16. Pintó, R.M.; Costafreda, M.I.; Bosch, A. Risk assessment in shellfish-borne outbreaks of hepatitis A. Appl. Environ. Microbiol. 2009,
75, 7350–7355. [CrossRef]
17. Ramanan, P.; Espy, M.J.; Khare, R.; Binnicker, M.J. Detection and differentiation of norovirus genogroups I and II from clinical
stool specimens using real-time PCR. Diagn. Microbiol. Infect. Dis. 2017, 87, 325–327. [CrossRef]
18. Kageyama, T.; Kojima, S.; Shinohara, M.; Uchida, K.; Fukushi, S.; Hoshino, F.B.; Takeda, N.; Katayama, K. Broadly reactive and
highly sensitive assay for Norwalk-like viruses based on real-time quantitative reverse transcription-PCR. J. Clin. Microbiol. 2003,
41, 1548–1557. [CrossRef] [PubMed]
19. Kojima, S.; Kageyama, T.; Fukushi, S.; Hoshino, F.B.; Shinohara, M.; Uchida, K.; Natori, K.; Takeda, N.; Katayama, K. Genogroup-
specific PCR primers for detection of Norwalk-like viruses. J. Virol. Methods 2002, 100, 107–114. [CrossRef]
20. RVIM:Protocol Molecular Detection and Typing of Vp1region of Hepatitis A Virus (HAV)|Enhanced Reader. Available on-
line: moz-extension://c1d2a850-d283-44bc-884c-6a5e8dbae832/enhanced-reader.html?openApp&pdf=https%3A%2F%2Fwww.
rivm.nl%2Fsites%2Fdefault%2Ffiles%2F2018-11%2FTyping%2520protocol%2520HAVNET%2520VP1P2A%2520a1a.pdf (accessed
on 29 January 2021).
21. Castresana, J. Selection of conserved blocks from multiple alignments for their use in phylogenetic analysis. Mol. Biol. Evol. 2000,
17, 540–552. [CrossRef] [PubMed]
22. Trifinopoulos, J.; Nguyen, L.-T.; von Haeseler, A.; Quang Minh, B. W-IQ-TREE: A fast online phylogenetic tool for maximum
likelihood analysis. Nucleic Acids Res. 2016, 44, W232–W235. [CrossRef]
Microorganisms 2021, 9, 1149 15 of 15
23. Chen, H. Nucleic Acid Detection of Major Foodborne Viral Pathogens: Human Noroviruses and Hepatitis A Virus. Nucleic Acids—From
Basic Asp. to Lab. Tools. Marcelo L. Larramendy Sonia Soloneski; IntechOpen: London, UK, 2016. [CrossRef]
24. Martin-Latil, S.; Hennechart-Collette, C.; Delannoy, S.; Guillier, L.; Fach, P.; Perelle, S. Quantification of hepatitis E virus in
naturally-contaminated pig liver products. Front. Microbiol. 2016, 7, 1–10. [CrossRef]
25. Li, D.; Butot, S.; Zuber, S.; Uyttendaele, M. Monitoring of foodborne viruses in berries and considerations on the use of RT-PCR
methods in surveillance. Food Control 2018, 89, 235–240. [CrossRef]
26. Spackman, E.; Kapczynski, D.; Sellers, H. Multiplex Real-Time Reverse Transcription–Polymerase Chain Reaction for the Detection
of Three Viruses Associated with Poult Enteritis Complex: Turkey Astrovirus, Turkey Coronavirus, and Turkey Reovirus. Avian
Dis. 2006, 49, 86–91. [CrossRef] [PubMed]
27. Hou, Y.; Zhang, H.; Miranda, L.; Lin, S. Serious Overestimation in Quantitative PCR by Circular (Supercoiled) Plasmid Standard:
Microalgal pcna as the Model Gene. PLoS ONE 2010, 5, e9545. [CrossRef] [PubMed]
28. Chen, J.; Kadlubar, F.F.; Chen, J.Z. DNA supercoiling suppresses real-time PCR: A new approach to the quantification of
mitochondrial DNA damage and repair. Nucleic Acids Res. 2007, 35, 1377–1388. [CrossRef] [PubMed]
29. Levesque-Sergerie, J.P.; Duquette, M.; Thibault, C.; Delbecchi, L.; Bissonnette, N. Detection limits of several commercial reverse
transcriptase enzymes: Impact on the low- and high-abundance transcript levels assessed by quantitative RT-PCR. BMC Mol. Biol.
2007, 8, 93. [CrossRef]
30. Campos, C.J.A.; Lees, D.N. Environmental transmission of human noroviruses in shellfish waters. Appl. Environ. Microbiol. 2014,
80, 3552–3561. [CrossRef]
31. La Bella, G.; Martella, V.; Basanisi, M.G.; Nobili, G.; Terio, V.; La Salandra, G. Food-Borne Viruses in Shellfish: Investigation on
Norovirus and HAV Presence in Apulia (SE Italy). Food Environ. Virol. 2017, 9, 179–186. [CrossRef]
32. Li, D.; Stals, A.; Tang, Q.-J.; Uyttendaele, M. Detection of Noroviruses in Shellfish and Semiprocessed Fishery Products from a
Belgian Seafood Company. J. Food Prot. 2014, 77, 1342–1347. [CrossRef] [PubMed]
33. Mesquita, J.R.; Vaz, L.; Cerqueira, S.; Castilho, F.; Santos, R.; Monteiro, S.; Manso, C.F.; Romalde, J.L.; Nascimento, M.S.J.
Norovirus, hepatitis A virus and enterovirus presence in shellfish from high quality harvesting areas in Portugal. Food Microbiol.
2011, 28, 936–941. [CrossRef]
34. Polo, D.; Varela, M.F.; Romalde, J.L. Detection and quantification of hepatitis A virus and norovirus in Spanish authorized
shellfish harvesting areas. Int. J. Food Microbiol. 2015, 193, 43–50. [CrossRef]
35. Tao, J.; Chunhui, H.; Fanning, S.; Nan, L.; Jiahui, W.; Hongyuan, Z.; Jing, Z.; Fengqin, L. Norovirus contamination in retail oysters
from Beijing and Qingdao, China. Food Control 2018, 86, 415–419. [CrossRef]
36. Kimura, E.; Goto, H.; Migita, A.; Harada, S.; Yamashita, S.; Hirano, T.; Uchino, M. An adult norovirus-related encephali-
tis/encephalopathy with mild clinical manifestation. BMJ Case Rep. 2010, 10–12. [CrossRef] [PubMed]
37. Shima, T.; Okumura, A.; Kurahashi, H.; Numoto, S.; Abe, S.; Ikeno, M.; Shimizu, T. A nationwide survey of norovirus-associated
encephalitis/encephalopathy in Japan. Brain Dev. 2019, 41, 263–270. [CrossRef] [PubMed]
38. Karst, S.M.; Wobus, C.E.; Goodfellow, I.G.; Green, K.Y.; Virgin, H.W. Advances in norovirus biology. Cell Host Microbe 2014, 15,
668–680. [CrossRef]
39. Van Dycke, J.; Ny, A.; Conceição-Neto, N.; Maes, J.; Hosmillo, M.; Cuvry, A.; Goodfellow, I.; Nogueira, T.C.; Verbeken, E.;
Matthijnssens, J.; et al. A robust human norovirus replication model in zebrafish larvae. PLoS Pathog. 2019, 15, e1008009.
[CrossRef] [PubMed]
40. Chhabra, P.; de Graaf, M.; Parra, G.I.; Chan, M.C.W.; Green, K.; Martella, V.; Wang, Q.; White, P.A.; Katayama, K.;
Vennema, H.; et al. Updated classification of norovirus genogroups and genotypes. J. Gen. Virol. 2019, 100, 1393–1406. [CrossRef]
41. Kwan, H.S.; Chan, P.K.S.; Chan, M.C.W. Overview of Norovirus as a Foodborne Pathogen; Elsevier Inc.: Amsterdam, The Netherlands,
2016; ISBN 9780128041949.
